. Proteins identified on or equal to mascot score cut off, proteins found in all replicates and proteins for in two replicates from data obtain from the Mangrove Killifish Table S3 . Proteins identified on or equal to mascot score cut off, proteins found in all replicates and proteins for in two replicates from data obtain from the NCBI database ....S-5 Details S1. Extra details for methods and materials Three different methods were used to process the water: use of a cell stirrer (75 psi, with a 10-kDa filter membrane), lyophilisation (45 ml of sample) and Amicon Ultra-15 Centrifugal filtration of 12 ml samples (10kDa) at 5000 x g for 10 min. Protein visualisation was achieved by sample resuspension where necessary, precipitation using both acetone and/or TCA precipitation methods and subsequent one-dimensional 1D gel electrophoresis. Gels were fixed overnight in 10% ethanol, 40% acetic acid prior to silver staining according to the protocol described by Schevchenko [1]. One dimensional polyacrylamide gels (12.5%) of ten infection scented water samples indicated that Amicon filtration was the best method, followed by Acetone precipitation of proteins. Further 1D SDS-page gels identified that washed (filter rinsed with water, twice) samples had clearer bands than unwashed samples ( Figure S1 ); however, because bands were faint, gel-free methods were used for all subsequent analyses.
TCA method: samples were precipitated by the addition of 20% TCA to samples at a 1:1 ratio (e.g. 500 l TCA and 500 l sample), this was again incubated at -20°C for 1 hour. Precipitated proteins were pelleted by centrifugation (4⁰C, 21000 x g for 15 mins) followed by supernatant removal and two acetone washes followed using centrifugation as above. Following the second wash all remaining acetone was removed, avoiding the pellet, which was subsequently dried at -20°C for 15 mins.
Sample suspension and gel electrophoresis: Dry pellets were re-suspended in Buffer Z. Lyophilised samples were resuspended in 1 ml of water. One dimensional gel electrophoresis was completed to determine the best concentration/purification and precipitation method for the current samples. Prior to separation samples were heated to 95⁰C for 5 mins. Samples (15 l sample, 5 l loading dye) from all concentrations and precipitation methods were separated using 12.5% polyacrylamide gels with 10% TGE running buffer for 30 mins at 70V followed by 1 hour and 20 minutes at 150V, based on methods of Laemmli [2] and O'Farrell [3] . Gels were fixed overnight in 10% ethanol, 40% acetic acid prior to silver staining according to the protocol described by Schevchenko [1].
[1] Shevchenko, A., Wilm, M., Vorm, O., Mann, M., Mass spectrometric sequencing of proteins from silver-stained polyacrylamide gels. Analytical chemistry 1996, 68, 850-858.
[2] Laemmli, U. K., Cleavage of structural proteins during the assembly of the head of bacteriophage T4. nature 1970, 227, 680-685. [3] O'Farrell, P. H., High resolution two-dimensional electrophoresis of proteins. Journal of biological chemistry 1975, 250, 4007-4021. 
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Figure S1: Go annotations from transcriptome data (Level Go All) for all 5 groups of Kryptolebias marmoratus (Dan infected, Dan control, R infected, R control and Argulus only) and all three replicates per group.
